A) Ten most highly detected miR-10b isomiR sequences with expression values in brackets aligned to the published pre-miR sequence (boxed in green; miRBase v18). The consensus sequence (boxed in blue) represents the most prevalent nucleotide aligned at each position (nucleotides highlighted in pink represent variations from the miRBase published mature sequence). B) Target genes for mature (rno-miR-10b), most prevalent isomiR (rno-mir-10bv) and rno-miR-10a predicted by DIANA-microT v3.0. C) Sequence alignments for miR-10a&b and most prevalent variant.
